: Visualization of the log-linear growth of the mutants in all six environtments. The slope of the slope of regressions of every two consecutive timepoints is plotted against the overall estimated selection coe cients from linear regression (left panels), the root mean sqare of the residuals of a regression using all time points (middle panels) and the normalized minimum read number of the respective mutant. Colors identify wild-type synonyms (green), stop codons (red) and mutants with estimated selection coe cient smaller than the middle between the mean synonym and the mean stop codon selection coe cient (blue). On average, growth is clearly exponential (i.e. slope of slopes is close to 0), especially for mutants belonging to the wild-type-like mode of the DFE. For deleterious mutants, we frequently observe deviations from log-linear behavior that could likely result from sequencing noise e↵ects due to low read numbers (right panels).
